Herpes simplex virus type 1 (HSV-1) strain MacIntyre has a severe defect in the anterograde spread after replication in the nucleus. To better understand and identify the genetic determinants that lead to the unique phenotypes of the Mac-Intyre strain, we sequenced its genome with PacBio single-molecule real-time sequencing technology and resolved the complete sequence.
bp) uncovered by this new assembly has unique features in its DR2 region compared to those of other HSV-1 strains that have been reported (19) .
The finished length of the complete genome is 152,476 bases with a GC content of 68.21%. It resolves ϳ5.8 kbp of undetermined regions in the existing partial genome sequence (GenBank accession number KM222720) (20) , with gaps closed in the genes LAT, RL1, RL2, RS1, UL36, US1, US2, US9, and US12. It also confirmed that three genes, UL46, US7, and US9, contain new stop-codon positions (previously reported under GenBank accession number KM222720) due to homopolymer-based frameshifts or single nucleotide variations. These variations may contribute to the unique phenotype of MacIntyre, but further experiments need to be conducted to associate observed differences with phenotype effects.
The whole-genome nucleotide similarity between the new genome and HSV-1 strain 17 is 97.48% based on BLASR (v2.0.0) alignment (21) with default parameters. The annotations for genes and coding sequences were transferred from HSV-1 strain 17 to the MacIntyre strain based on sequence homology (22, 23) .
Data availability. This genome sequence was deposited at GenBank under the accession number MN136523, with SRA accession number SRR9719185.
